
UniprotKB
ID Entry	name organism full

name oglcnacscore oglcnacsites
phosphorylation
sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

E9Q555 RN213_MOUSE Mus
musculus

E3
ubiquitin-
protein
ligase
RNF213

31.218745 S1202;S1206 S196;S2234 39927985;34418053 MECPQCGHVSSEKAPKFCSECGQK
LPSAATVQGDLKNDNTLVVSSTPEG
KTEQGAVLREEEVLLSSTDPGKELE
KPEESDSNASWTTQMSKKEKRRRK
RQGTISSSEAPSSGLWSLDMPPSPG
SHNSALPQNQAQQGGAASQPGHPL
DTENMPMEDGFVHTEGSGSPLQGQ
AAERTDAQSNLAPSDLAEVKDLNTS
KPSVDKGLPLDGGPALSAFKGHPKM
TDASQKAPLPESKGETSGQEKKVPPI
DAAASPVKTAGKETGEDVRKPKPSP
VSPVASKHGDQEAELKGKLATPVRK
SNEGGNTQPEDQRKPGEGRNFAAA
VKTQQAAAPQQAAAPEPTSAFNPRD
TVTVYFHAIVSRHFGFNPEEHKVYV
RGGEGLGQKGWTDACEMYCTQDLH
DLGSLVEGKMDIPRQSLDKPIPYKYV
IHRGGSSKDTVEYEFIYEQAQKKGE
HVNRCLRVVSTSLGNGDWHQYDDII
CMRSTGFFQQAKNRILDSTRKELLK
GKKQAAVVMLDRIFSVLQPWSDINL
QSFMTQFLQFYSVVREPMIHDGRAR
KWTSLQYEEKEVWTNLWEHVKKQ
MAPFLEGKSGESLPADCPVRSKLTL
GLSILFMVEAAEFTVPKKDLDSLCYL
LIPSAGSPEALHSDLSPVLRIRQRWR
IYLTNLCLRCIDERCDRWLGILPLLH
TCMQKSPPKKNSKSQPEDTWAGLE
GISFSEFRDKAPTRSQPLQFMQSKM
ALLRVDEYLFRSWLSVVPLESLSSYL
ENSIDYLSDVPVRVLDCLQGISYRLP
GLRKISNQNMKKDVENVFKMLMHL
VDIYQHRIFGENLLQIYLTECLTLHE
TVCNITANHQFFEIPALSAELICKLLE
LSPPGHTDEGLPEKSYEDLVTSTLQE
ALATTRNWLRSLFKSRMLSISSAYVR
LTYSEEMAVWRRLVEIGFPEKHGWK
GSLLGDMEGRLKQEPPRLQISFFCS
SQCRDGGLHDSVSRSFEKCVIEAVS
SACQSQTSVLEGLSCQDLQKFGTLL
SAVITKSWPVHNGEPVFDVDEIFKYL
LKWPDVRQLFELCGTNEKIIDNITEE
GRQLMATAESVFQKVAGELENGTIV
VGQLELILEHQSQFLDIWNLNRRRL
PSQEKACDVRSLLKRRRDDLLFLKQ
EKRYVESLLRQLGRVKHLVQVDFGN
IEIIHSQDLSNKKLNEAVIKLPNSSSY
KRETHYCLSPDIREMASKLDSLKDS
HIFQDFWQETAESLNTLDKDPRELK
VSLPEVLEYLYNPCYDNFYTLYENLK
SGKITFAEVDAIFKDFVDKYDELKND
LKFMCTMNPQDQKGWISERVGQIK
EYHTLHQAVSSAKVILQVRRALGVT
GDFSVLNPLLNFADSFEDFGNEKLD
QISPQFIKAKQLLQDISEPRQRCLEE
LARQTELVAWLHKALEDINELKVFV
DLASISAGENDIDVDRVACFHDAVQ
GYASLLYKMDERTNFSDFMNHLQE
LWRALDNDQHLPDKLKDSARNLEW
LKTVKESHGSVELSSLSLATAINSRG
VYVIEAPKDGQKISPDTVLRLLLPDG
HGYPEALRTYSTEELKELLNKLMLM
SGKKDHNSNTEVEKFSEVFSNMQR
LVHVFIKLHCAGNMLFRTWTAKVYC
CPDGGIFMNFGLELLSQLTEKGDVI
QLLGALCRQMEDFLDNWKTVVAQK
RAEHFYLNFYTAEQLVYLSSELRKPR
PSEAALMMLSFIKGKCTVQDLVQAT
SACESKADRYCLREVMKKLPQQLLS
EPSLMGKLQVIMMQSLVYMSAFLP
HCLDLDALGRCLAHLATMGGTPVER
PLPKGLQAGQPNLILCGHSEVLPAAL
AIYMQAPRQPLPTFDEVLLCTPATTI
EEVELLLRRCLTSGSQGHKVYSLLFA
DQLSYEVGCQAEEFFQSLCTRAHRE
DYQLVILCDAAREHCYIPSTFSQYKV
PLVPQAPLPNIQAYLQSHYQVPKRLL
SAATVFRDGLCVGIVTSERAGVGKSL
YVNTLHTKLKAKLRDETVPLKIIRLT
EPHLDENQVLSALLPFLKEKYQKMP

True False 4.159 0.222 False False False False False



0

VIFHIDISTSVQTGIPIFLFKLLILQYL
MDINGKIWRRSPGHLYLVEIPQGLS
VQPKRSSKLNARAPLFKFLDLFPKVT
CRPPKEVIDMELTPERSHTDPAMDP
VEFCSEAFQRPYQYLKRFHQQQNLD
TFQYEKGSVEGSPEECLQHFLIYCGL
INPSWSELRNFAWFLNCQLKDCEAS
IFCKSAFTGDTLRGFKNFVVTFMIL
MARDFATPTLHTSDQSPGRQSVTIG
EVVEEDLAPFSLRKRWESEPHPYVF
FNGDHMTMTFIGFHLETNNNGYVD
AINPSNGKVIKKDVMTKELFDGLRL
QRVPFNIDFDNLPRYEKLERLCLAL
GIEWPIDPDETYELTTDNMLKILAIE
MRFRCGIPVIIMGETGCGKTRLIKFL
SDLKRGSVEAETMKLVKVHGGTTPS
MIYSKVKEAERTAFSNKAQHKLDTIL
FFDEANTTEAVSCIKEILCDRTVDGE
HLHEDSGLHIIAACNPYRKHSQEMI
LRLESAGLGYRVSAEETADRLGSIPL
RQLVYRVHALPPSLIPLVWDFGQLN
DSAEKLYIQQIVQRLVDSVSVNPSET
CVIADVLSASQMFMRKRENECGFVS
LRDVERCVKVFRWFHDHSDMLLKE
LDKFLHESSDSTHTFERDPVLWSLV
MAIGVCYHASLEEKASYRTAIARCFP
KPYNSSRAILDEVTHVQDLFLRGAPI
RTNIARNLALKENVFMMVICIELKIP
LFLVGKPGSSKSLAKIIVADAMQGQA
AFSELFRCLKQVHLVSFQCSPHSTP
QGIISTFKQCARFQQGKDLGQYVSVV
VLDEVGLAEDSPKMPLKTLHPLLED
GCIEDDPAPYKKVGFVGISNWALDP
AKMNRGIFVSRGSPNEKELIESAEGI
CSSDRLVQDKIRGYFAPFAKAYETVC
QKQDKEFFGLRDYYSLIKMVFAKAK
ASKRGLSPQDITHAVLRNFSGKDNI
QALSIFTASLPEARYKEEVSTVELIKQ
NIYPGPQASSRGLDGAESRYLLVLTR
NYVALQILQQTFFEGQQPEIIFGSSF
PQDQEYTQICRNINRVKICMETGKM
VVLLNLQNLYESLYDALNQYYVYLG
GQKYVDLGLGTHRVKCRVHTAFRLI
VIEEKDVVYKQFPVPLINRLEKHYLD
MNTVLQPWQKSIVQELQQWAHEFA
DVKADQFIARHKYSPADVFIGYHSDA
CASVVLQAVERQGCRDLTEELYRKV
SEEARSILLDCATPDAVVRLSGSSLG
SFTAKQLSQEYYYAQQHNSFVDFLQ
AHLRMTHHECRAVFTEITTFSRLLT
GNDCDVLASELRGLASKPVVLSLQQ
YDTEYSFLKDVRSWLTNPGKRKVLVI
QADFDDGTRSAQLVASAKYTAINEIN
KTQGTKDFVFVYFVTKLSRMGSGTS
YVGFHGGLWRSVHIDDLRRSTIMAS
DVTKLQNVTISQLFKPEDKPEQEEM
EIETSQSKELAEEQMEVEDSEEMKK
ASDPRSCDCSQFLDTTRLVQSCVQG
AVGMLRDQNESCARNMRRVTILLD
LLNEDNTRNASFLRESKMRLHVLL
NKQEENQVRSLKEWVTREAANQDA
LQEAGTFRHTLWKRVQDVVTPILAS
MIAHIDRDGNLELLAQPDSPAWVQD
LWMFIYSDIKFLNISLVLNNTRSNSE
MSFILVQSHMNLLKDAYNAVPFSW
RIRDYLEELWVQAQYITDTEGLSKKF
VEIFQKTPLGVFLAQFPVAQQQKLLQ
SYLKDFLLLTMKVSSREELMFLQMA
LWSCLRELQEASGTPDETYKFPLSLP
WVHLAFQHFRTRLQNFSRILTIHPQ
VLSSLSQAAEKHSLAGCEMTLDAFA
AMACAEMLKGDLLKPSPKAWLQLV
KNLSTPLELVCSEGYLCDSGSMTRS
VIQEVRALWNRIFSIALFVEHVLLGT
ESHIPELSPLVTTYVSLLDKCLEEDS
NLKTCRPFVAVMTTLCDCKDKASKK
FSRFGIQPCFICHGDAQDPVCLPCD
HVYCLRCIQTWLIPGQMMCPYCLTD
LPDKFSPTVSQDHRKAIEKHAQFRH
MCNSFFVDLVSTMCFKDNTPPEKS
VIDTLLSLLFVQKELLRDASQKHREH
TKSLSPFDDVVDQTPVIRSVLLKLLL
KYSFHEVKDYIQNYLTQLEKKAFLTE



DKTELYLLFISCLEDSVHQKTSAGCR
NLEQVLREEGHFLRTYSPGLQGQEP
VRIASVEYLQEVARVRLCLDLAADFL
SELQEGSELAEDKRRFLKHVEEFCT
RVNNDWHRVYLVRKLSSQRGMEFV
QSFSKQGHPCQWVFPRKVIAQQKD
HVSLMDRYLVHGNEYKAVRDATAK
AVLECKTLDIGNALMACRSPKPQQT
AYLLLALYTEVAALYRSPNGSLHPEA
KQLEAVNKFIKESKILSDPNIRCFAR
SLVDNTLPLLKIRSANSILKGTVTEM
AVHVATILLCGHNQILKPLRNLAFYP
VNMANAFLPTMPEDLLVHARTWRG
LENVTWYTCPRGHPCSVGECGRPM
QESTCLDCGLPVGGLNHTPHEGFSA
IRNNEDRTQTGHVLGSPQSSGVAEV
SDRGQSPVVFILTRLLTHLAMLVGAT
HNPQALTVIIKPWVQDPQGFLQQHI
QRDLEQLTKMLGRSADETIHVVHLI
LSSLLRVQSHGVLNFNAELSTKGCR
NNWEKHFETLLLRELKHLDKNLPAI
NALISQDERISSNPVTKIIYGDPATFL
PHLPQKSIIHCSKIWSCRRKITVEYL
QHIVEQKNGKETVPVLWHFLQKEAE
LRLVKFLPEILALQRDLVKQFQNVSR
VEYSSIRGFIHSHSSDGLRKLLHDRI
TIFLSTWNALRRSLETNGEIKLPKDY
CCSDLDLDAEFEVILPRRQGLGLCG
TALVSYLISLHNNMVYTVQKFSNED
NSYSVDISEVADLHVISYEVERDLNP
LILSNCQYQVQQGGETSQEFDLEKI
QRQISSRFLQGKPRLTLKGIPTLVYR
RDWNYEHLFMDIKNKMAQSSLPNL
AISTISGQLQSYSDACEALSIIEITLGF
LSTAGGDPGMDLNVYIEEVLRMCD
QTAQVLKAFSRCQLRHIIALWQFLSA
HKSEQRLRLNKELFREIDVQYKEEL
STQHQRLLGTFLNEAGLDAFLLELH
EMIVLKLKGPRAANSFNPNWSLKDT
LVSYMETKDSDILSEVESQFPEEILM
SSCISVWKIAATRKWDRQSR


